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  of	
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1. The	
  entire	
  ie1	
  of	
  BmNPV	
  is	
  1755	
  bp,	
  the	
  targeted	
  region	
  is	
  141	
  –	
  450	
  bp	
  (310	
  bp)	
  

ie1	
  (Accession	
  Number	
  L33180)	
  

TGGAGCCGACACGGTAGTATCTGACAGCGAGACTGCAGCAGCTTCAAACTTTTTGGCAAGCGTCAATTCGTTAACTGATGATAACGAT

ATAATGGAATGTTTGCTCAAGACCACTGATAATCTCGGAGAAGCAGTTAGTTCTGCTTATTATTCGGAATCCCTTGAGCTGCCTGTTGC

GGAGCAACCATCGCCCAGTTCTGCTTATAATGCGGAATCTTTTGAGCAGTCTGTTGGTGTGAACCAACCATCGGCAGCTGGAACTAAAC

GGAAGCTGGACGAATACTTGGACGATTCACAAAGTGTGGTGGGC	
  

2. The	
  entire	
  lef1	
  of	
  BmNPV	
  is	
  813	
  bp,	
  the	
  targeted	
  region	
  is	
  80	
  –	
  405	
  bp	
  (326	
  bp)	
  

lef1	
  (Accession	
  Number	
  L33180):	
  

GTCACCGGACCACATCCACCAATTCCATAACCAGGATAGCATTGCTTTAATTTGTCTAGCAATTCCTTTGTTATACAACGAGAAAATTTAGTTC

CCTTATAATTATAGCTGTACGGTGCGCGTATTTGTTTGTTAACGTTACAAAAAATATCCCTGTCCACGTCCGGCCAATACTGCAACGTGAGCGC

GTCCAAGTTTGAATCTTGCATATGCGGAATGTACAAACGTACGGCCTCTCTCACACAATGCGCAAAACTGCCCGGCTGAATGCAATCACTATC

CAACTTTGCAGGTTTTTCGAAGGCCTTGTACCGATGCACGCGAAC	
  

	
  
3. The	
  entire	
  lef3	
  of	
  BmNPV	
  is	
  1158	
  bp,	
  the	
  targeted	
  region	
  is	
  391	
  –	
  706	
  bp	
  (316	
  bp)	
  	
  

lef3	
  (Accession	
  Number	
  L33180):	
  

TCTTGCGTTTGTGCAATTTTGCAAATTTGAATAGGCTTCGTTTTCTTTAGCCTCGCACAATTCGATGCGCGTAGAGTTGACCACGTTCCAATTCA

TGTACACGTTTGCTCCATTGAAAATTTGTTGACATTTTATATTGTAAATGGTAAAGATTTGGTTTTCATTGTCTTTTAAATATTTAAACACCTCAT

TGATGTCGTCAGACCCCTTTATATTGTTTTTGAATAGATTCATCAGTGTTTTCGCATTGACAAAACATTCCACTTGAACCACGTCGGAATCGTC

GTTAAAATTTTTGTACGCGACTTCAAAAACA	
  

	
  

4. The	
  entire	
  p74	
  of	
  BmNPV	
  is	
  1938	
  bp,	
  the	
  targeted	
  region	
  is	
  1243	
  –	
  1552	
  bp	
  (310	
  bp)	
  

p74	
  (Accession	
  Number	
  L33180):	
  

GTTGGCCAGCATTTTGAAAGTGACAAGAATCGTGTCGCCCAGCACGAATCCGACGAGCGATTCCCACCATCTAAACGAACAGCCGCCGTTGA

ATAGATTTCTGCCGAATCGTCGACAGTAGGCTTCGTTGAATTCGCCTTTAAAGCGTTCGGGAAACAAGGGATCGGGATCGGGCCGAACGTTA

AAAGCCGGCACATCGTCCACGCCCATGATCGTGTGTTCTTCGGTGCGCAAGTATGGGCTGTTAAAGTACATTTTGGACAGCGAGTCCACCAA

GATGCATCTGTTGTCGGGCGTGTATCTAAACTCG	
  	
  


